Speranskia Baill. (Euphorbiaceae) is a small genus endemic to China, comprising three herbaceous perennial species: S. tuberculata (Bunge) Baill., S. cantonensis (Hance) Pax & K. Hoffm., and S. yunnanensis S. M. Hwang (Hwang, 1989) . Speranskia tuberculata is endemic to northern China and occurs on grassy slopes, grasslands, and thickets. The entire plant is commonly used for Chinese traditional medicine (Mazzio et al., 2014). Although S. tuberculata is not listed in the IUCN Red List, it is exhibiting a general decreasing trend or even disappearing completely in many distributional areas because of agricultural intensification and overexploitation of natural population resources. To explore the genetic consequences of recent habitat fragmentation for this medical plant and generate useful information to facilitate the conservation and sustainable use of wild genetic resources, we developed the first set of 18 polymorphic expressed sequence tag-simple sequence repeat (EST-SSR) markers for S. tuberculata using high-throughput transcriptome sequencing. We also tested these developed markers in S. cantonensis, a closely related species (Hwang, 1989) , to identify their cross-species utility.
• Premise of the study: The first set of expressed sequence tag-simple sequence repeat (EST-SSR) markers were developed and characterized for Speranskia tuberculata (Euphorbiaceae), a traditional medicinal plant endemic to northern China, to explore the effects of recent habitat fragmentation on the genetic diversity and structure of this species.
• Methods and Results: In this study, a total of 18 novel polymorphic microsatellite (EST-SSR) markers were developed for S. tuberculata using high-throughput transcriptome sequencing. Analysis of 24 individuals of S. tuberculata from four natural populations revealed their robust polymorphic reliability. The number of alleles per locus ranged from two to 11, while the expected and observed heterozygosity per marker varied from 0.187 to 0.827 and 0.042 to 0.917, respectively. Of these markers, 13 showed good amplification results in the closely related species S. cantonensis.
• Conclusions: These newly generated SSR markers are expected to provide novel tools for genetic studies of S. tuberculata, which will contribute to the conservation and sustainable use of the species' wild genetic resources.
Key words: Euphorbiaceae; expressed sequence tag-simple sequence repeat (EST-SSR); Speranskia cantonensis; Speranskia tuberculata; transcriptome sequencing. (Peakall and Smouse, 2006) . Eighteen of the 20 candidate markers showed polymorphisms among the four populations of S. tuberculata. The corresponding sequences of these markers were deposited in GenBank (Table 1 ). The number of alleles per locus ranged from two to 11, H e ranged from 0.187 to 0.827, and H o ranged from 0.042 to 0.917 (Table 2) .
Cross-species amplification of the 18 newly developed polymorphic markers was tested in 24 S. cantonensis individuals from a single population (Ruyuan, Guangdong; Appendix 1), using the same procedures described above. Thirteen loci (72.22%) were successfully amplified in all S. cantonensis individuals tested, of which six showed polymorphisms (Table 3) .
CONCLUSIONS
These 18 novel polymorphic SSR markers will be used to evaluate impacts of recent habitat fragmentation on the genetic 
